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<210> 1 
<211> 121 
<212> DNA 

<213> Escherichia coli 
<400> 1 

gaattccctg ttgacaatta atcatcgaac tagttaacta gtacgcagct tggctgcagg 60 
tcgacctgca gccaagcttg ggcatacatt caatcaattg ttatctaagg aaatacttac 120 
a 121 



<210> 2 
<211> 1793 
<212> DNA 

<213> Alcaligenes faecalis 

<220> 
<221> CDS 

<222> (123) . . (1190) 
<400> 2 

gaattccctg ttgacaatta atcatcgaac tagttaacta gtacgcagct tggctgcagg 60 

tcgacctgca gccaagcttg ggcatacatt caatcaattg ttatctaagg aaatacttac 120 

at atg cag aca aga aaa ate gtc egg gca gec gec gta cag gec gec 167 
Met Gin Thr Arg Lys lie Val Arg Ala Ala Ala Val Gin Ala Ala 
15 10 15 



tct ccc aac tac gat ctg gca acg ggt gtt gat aaa acc att gag ctg 215 
Ser Pro Asn Tyr Asp Leu Ala Thr Gly Val Asp Lys Thr lie Glu Leu 
20 25 30 
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get cgt cag gec cgc gat gag ggc tgt gac ctg ate gtg ttt ggt gaa 263 
Ala Arg Gin Ala Arg Asp Glu Gly Cys Asp Leu lie Val Phe Gly Glu 
35 40 45 

ace tgg ctg ccc ggc tat ccc ttc cac gtc tgg ctg ggc gca ccg gec 311 
Thr Trp Leu Pro Gly Tyr Pro Phe His Val Trp Leu Gly Ala Pro Ala 
50 55 60 

tgg teg ctg aaa tac agt gec cgc tac tat gec aac teg etc teg ctg 359 
Trp Ser Leu Lys Tyr Ser Ala Arg Tyr Tyr Ala Asn Ser Leu Ser Leu 
65 70 75 

gac agt gca gag ttt caa cgc att gee cag gee gca egg acc ttg ggt 4 07 
Asp Ser Ala Glu Phe Gin Arg lie Ala Gin Ala Ala Arg Thr Leu Gly 
80 85 90 95 

att ttc ate gca ctg ggt tat age gag cgc age ggc ggc age ctt tac 455 
lie Phe lie Ala Leu Gly Tyr Ser Glu Arg Ser Gly Gly Ser Leu Tyr 
100 105 110 

ctg ggc caa tgc ctg ate gac gac aag ggc cag atg ctg tgg teg cgt 503 
Leu Gly Gin Cys Leu lie Asp Asp Lys Gly Gin Met Leu Trp Ser Arg 
115 120 125 

cgc aaa etc aaa cct aca cat gtt gag cgc acc gtg ttt ggt gaa ggt 551 
Arg Lys Leu Lys Pro Thr His Val Glu Arg Thr Val Phe Gly Glu Gly 
130 135 140 

tat gee cga gat ctg att gtg tec gac acc gag ctg ggc cgc gtc ggt 599 
Tyr Ala Arg Asp Leu lie Val Ser Asp Thr Glu Leu Gly Arg Val Gly 
145 150 155 

gec ctg tgc tgc tgg gag cac ctg tec ccc ttg age aag tac gcg ctg 647 
Ala Leu Cys Cys Trp Glu His Leu Ser Pro Leu Ser Lys Tyr Ala Leu 
160 165 170 175 

tac tec cag cac gaa gec att cac att gee gee tgg ccg tec ttt teg 695 
Tyr Ser Gin His Glu Ala lie His lie Ala Ala Trp Pro Ser Phe Ser 
180 185 190 

ctg tac age gaa cag gee cat gcg etc age gee aag gtg aac atg get 743 
Leu Tyr Ser Glu Gin Ala His Ala Leu Ser Ala Lys Val Asn Met Ala 
195 200 205 

gee teg caa ate tat teg gtt gaa ggc cag tgc ttt acc ate gec gec 791 
Ala Ser Gin lie Tyr Ser Val Glu Gly Gin Cys Phe Thr lie Ala Ala 
210 215 220 

age agt gtc gtc acc cag gag aca ctg gac atg ctg gaa gta ggt gaa 839 
Ser Ser Val Val Thr Gin Glu Thr Leu Asp Met Leu Glu Val Gly Glu 
225 230 235 



cac aac gec tec ctg ctg aaa gtg ggc ggc ggc agt tec atg att ttt 
His Asn Ala Ser Leu Leu Lys Val Gly Gly Gly Ser Ser Met lie Phe 
240 245 250 255 
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gcg ccg gac gga cgc aca ttg get ccc tac ctg cca cac gat gec gaa 935 
Ala Pro Asp Gly Arg Thr Leu Ala Pro Tyr Leu Pro His Asp Ala Glu 
260 265 270 

ggc ctg ate att gec gat ctg aac atg gaa gaa att gec ttc gec aag 983 
Gly Leu He He Ala Asp Leu Asn Met Glu Glu He Ala Phe Ala Lys 
275 280 285 

gcg ate aac gac cct gtg ggc cac tac tec aaa ccc gag gee acc cgt 1031 
Ala He Asn Asp Pro Val Gly His Tyr Ser Lys Pro Glu Ala Thr Arg 
290 295 300 

ctg gta ctg gac ctg ggg cac cgt gag ccc atg act egg gtg cat tec 1079 
Leu Val Leu Asp Leu Gly His Arg Glu Pro Met Thr Arg Val His Ser 
305 310 315 

aaa age gtg ate cag gaa gaa get ccc gag ccg cac gtg caa agt acg 1127 
Lys Ser Val He Gin Glu Glu Ala Pro Glu Pro His Val Gin Ser Thr 
320 325 330 335 

get gcg ccc gtc gec gtc age cag act cag gac teg gat acg eta ctg 1175 
Ala Ala Pro Val Ala Val Ser Gin Thr Gin Asp Ser Asp Thr Leu Leu 
340 345 350 

gtg caa gaa ccg tec tgaccccaaa agatgacaag gcccgggcaa actgtccggg 1230 
Val Gin Glu Pro Ser 
355 



tcttgattcc 


ttctgcgtcc 


cggatccact 


agttctagag 


tcgacctgca 


ggcatgcaag 


1290 


cttgggtccc 


acctgacccc 


atgecgaact 


cagaagtgaa 


acgccgtagc 


gccgatggta 


1350 


gtgtggggtc 


tccccatgcg 


agagtaggga 


actgccaggc 


atcaaataaa 


acgaaaggct 


1410 


cagtcgaaag 


actgggcett 


tegttttate 


tgttgtttgt 


eggtgaaege 


tctcctgagt 


1470 


aggacaaatc 


cgccgggagc 


ggatttgaac 


gttgegaage 


aacggcccgg 


agggtggcgg 


1530 


gcaggacgcc 


cgccataaac 


tgecaggcat 


caaattaagc 


agaaggecat 


ectgaeggat 


1590 


ggcctttttg 


cgtttctaca 


aactcttcct 


gtegtcatat 


ctacaagcca 


tccccccaca 


1650 


gataeggtaa 


actagcctcg 


tttttgeate 


aggaaagcag 


ctatgaacca 


ctccttaaaa 


1710 


ccctggaaca 


catttggcat 


tgatcataat 


gctcagcaca 


ttgtatgtgc 


cgaagacgaa 


1770 


caacaattac 


tcaatgcccg 


egg 








1793 



<210> 3 

<211> 356 

<212> PRT 

<213> Alcaligenes faecalis 



<400> 3 

Met Gin Thr Arg Lys He Val Arg Ala Ala Ala Val Gin Ala Ala Ser 
15 10 15 
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Pro Asn Tyr Asp Leu Ala Thr Gly Val Asp Lys Thr lie Glu Leu Ala 
20 25 30 

Arg Gin Ala Arg Asp Glu Gly Cys Asp Leu lie Val Phe Gly Glu Thr 
35 40 45 

Trp Leu Pro Gly Tyr Pro Phe His Val Trp Leu Gly Ala Pro Ala Trp 
50 55 60 

Ser Leu Lys Tyr Ser Ala Arg Tyr Tyr Ala Asn Ser Leu Ser Leu Asp 
65 70 75 80 

Ser Ala Glu Phe Gin Arg lie Ala Gin Ala Ala Arg Thr Leu Gly lie 
85 90 95 

Phe lie Ala Leu Gly Tyr Ser Glu Arg Ser Gly Gly Ser Leu Tyr Leu 
100 105 110 

Gly Gin Cys Leu lie Asp Asp Lys Gly Gin Met Leu Trp Ser Arg Arg 
115 120 125 

Lys Leu Lys Pro Thr His Val Glu Arg Thr Val Phe Gly Glu Gly Tyr 
130 135 140 

Ala Arg Asp Leu lie Val Ser Asp Thr Glu Leu Gly Arg Val Gly Ala 
145 150 155 160 

Leu Cys Cys Trp Glu His Leu Ser Pro Leu Ser Lys Tyr Ala Leu Tyr 
165 170 175 

Ser Gin His Glu Ala lie His lie Ala Ala Trp Pro Ser Phe Ser Leu 
180 185 190 

Tyr Ser Glu Gin Ala His Ala Leu Ser Ala Lys Val Asn Met Ala Ala 
195 200 205 

Ser Gin lie Tyr Ser Val Glu Gly Gin Cys Phe Thr lie Ala Ala Ser 
210 215 220 

Ser Val Val Thr Gin Glu Thr Leu Asp Met Leu Glu Val Gly Glu His 
225 230 235 240 

Asn Ala Ser Leu Leu Lys Val Gly Gly Gly Ser Ser Met lie Phe Ala 
245 250 255 

Pro Asp Gly Arg Thr Leu Ala Pro Tyr Leu Pro His Asp Ala Glu Gly 
260 265 270 

Leu lie lie Ala Asp Leu Asn Met Glu Glu lie Ala Phe Ala Lys Ala 
275 280 285 

lie Asn Asp Pro Val Gly His Tyr Ser Lys Pro Glu Ala Thr Arg Leu 
290 295 300 



Val Leu Asp Leu Gly His Arg Glu Pro Met Thr Arg Val His Ser Lys 
305 310 315 320 
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Ser Val He Gin 



Ala Pro Val Ala 
340 

Gin Glu Pro Ser 
355 



Glu Glu Ala Pro 
325 

Val Ser Gin Thr 



Glu Pro His Val 
330 

Gin Asp Ser Asp 
345 



Gin Ser Thr Ala 
335 

Thr Leu Leu Val 
350 



<210> 4 

<211> 35 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence : Primer 

<400> 4 

ccccccgaca gctgtcttgc tttcgaattt ctgcc 



<210> 5 

<211> 26 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence : Primer 

<400> 5 

ttgacgtcag tagctgaaca ggaggg 



<210> 6 

<211> 12 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence : linker 



<400> 6 
aatacttaca cc 



